Frankia strain AvcI1, isolated from root nodules of Alnus viridis subsp. crispa, is a member of Frankia lineage Ia, which is able to reinfect plants of the Betulaceae and Myricaceae families. Here, we report a 7.7-Mbp draft genome sequence with a G؉C content of 72.41% and 6,470 candidate protein-encoding genes. 
using the Illumina HiSeq2000 platform, which generated 27,505,182 reads (260-bp insert size) totaling 4,125.8 Mbp. The Illumina sequence data were assembled using CLC Genomics Workbench version 8.0.1 and AllPaths-LG version r41043 (25) . The final draft assembly contained 77 contigs with an N 50 of 107.5 kb. The total size of the genome is 7.7 Mbp, and the final assembly is based on 4,125.1 Mb of Illumina draft data and provided an average 399ϫ coverage of the genome.
The high-quality draft genome of Frankia sp. strain AvcI1 was resolved to 7,741,902 bp with a GϩC content of 72.41%. The assembled Frankia sp. strain AvcI1 genome was annotated via the Integrated Microbial Genomes (IMG) platform developed by the Joint Genome Institute, Walnut Creek, CA, USA (26, 27 ) and resulted in 6,470 candidate protein-encoding genes, 46 tRNA genes, and 2 rRNA regions.
Nucleotide sequence accession numbers. This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession number LJFZ00000000. The version described in this paper is the first version, LJFZ01000000. 
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